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Malaysia and screened by PCR. The overall Cryptosporidium prevalence was 27.1%. 23 The prevalence of Cryptosporidium species in pre-weaned calves was 32.4% for C. 24 parvum, 26.5% for C. bovis, followed by C. andersoni (20.6%), C. ryanae (11.8%) and 
Introduction

39
During the past decade, Cryptosporidium has emerged as an important 40 pathogenic enteric protozoan parasite in Malaysia with high rates of cryptosporidiosis 41 reported in humans, especially in children and AIDS patients (Menon et al., 2001; Lim 42 et al., 2008) . 43 Currently 23 different species of Cryptosporidium and over 40 genotypes are 44 recognized, with new genotypes continually being identified (Xiao, 2010; Fayer et al., 45 2010). Of these, C. hominis and C. parvum are responsible for most human infections 46 (Xiao, 2010) . Over the past 20 years, cattle were thought to be one of the main 47 reservoir hosts for the zoonotic C. parvum, however, recent molecular studies have 48 indicated that cattle are infected with at least five Cryptosporidium parasites; C. 49 parvum, C. bovis, C. andersoni and C. ryanae (previously Cryptosporidium deer like 50 genotype) and C. suis (Xiao and Fayer, 2008) . 51 Few studies have combined molecular characterisation with risk factor analysis 52 in cattle (Hamnes et al., 2006; Nguyen et al., 2007; Paul et al., 2008; Winkworth et al., 53 2008). In Malaysia, little is known about Cryptosporidium sp. in cattle. A recent study 54 on a small number of isolates (n = 50) has shown that Cryptosporidium is prevalent 55 (36%) in cattle in Malaysia and that C. parvum is the most common species (Halim et 56 al., 2008) . However, no prevalence studies have been conducted in different localities 57 and between farms with different management factors. The aim of the present study 58 was to determine the prevalence, genotypes and management factors related to 59 Cryptosporidium infections in pre-weaned and post-weaned dairy cattle in Malaysia. QIAamp DNA Mini Stool Kit (Qiagen, Hilden, Germany). Eluted DNA was stored at -92 20 °C until required. All samples were screened using a two-step nested PCR at the 93 18S rRNA as previously described (Ryan et al., 2003) . Sub-genotyping of C. parvum 94 isolates was performed using a two-step nested PCR to amplify a ~832 bp fragment of 95 the gp60 gene as described (Strong et al., 2000; Peng et al., 2003 In the present study, the herd prevalence for Cryptosporidium (at least one , 196 2006; Brook et al., 2008; Trotz et al., 2008; Larsen et al., 2009; Silverlas et al., 2010). 197 In the present study there was no association between prevalence of infection and farm however have reported that C. bovis was the most common species found in pre-223 weaned calves (Feng et al., 2007; Feltus et al., 2008; Silverlås et al., 2010 
